Suppl. Fig. 3:
A compatibility plot from the master alignment was generated using the program Reticulate (see main text) to determine whether multiple substitutions have occurred at the same sites. Reticulate detects whether pairs of parsimony--informative sites are compatible or incompatible (sites are compatible if the most parsimonious distributions of their nucleotides fit the same tree). When sites are incompatible, additional substitutions will be required to fit their nucleotides to the same tree, implying that multiple substitutions must have occurred at one or both of the sites. Of the 45 parsimony--informative sites from the aligned sequences, 29 were incompatible with at least one other such site, thereby providing evidence for multiple substitutions at some sites. Compatible and incompatible parsimony--informative sites are showed by white pixels and black pixels, respectively. When two sites have evolved on the same tree and they are incompatible, then one or both of the sites must have changed at least twice since the sequences diverged from their last common ancestor .36  62  65  89  104  108  111  119  134  164  185  186  203  212  236  248  255  257  284  290  308  317  371  401  467  509  517  521  604  616  625  658  671  697  700  703  715  742  799  811  820  823  859  896 Biosecurity entry risk factor (right Y--axis) for H. armigera that considered introduction, establishment and population spread as calculated for trade volume per year by region (i.e., Europe, Africa, Asia, Australasia) are also shown. For details see Suppl. Table 3 . 
